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A Corrigendum on
 Identification of Diverse Bat Alphacoronaviruses and Betacoronaviruses in China Provides New Insights Into the Evolution and Origin of Coronavirus-Related Diseases

by Han, Y., Du, J., Su, H., Zhang, J., Zhu, G., Zhang, S., et al. (2019). Front. Microbiol. 10:1900. doi: 10.3389/fmicb.2019.01900



In the original article, there was a mistake in Table 1 as published. All instances of “Rhinolophus affinis” in Table 1 should be corrected into “Rhinolophus sinicus.” The corrected Table 1 appears below.


Table 1. Coronavirus distribution in different bat species and locations.
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In the original article, there was an error. All instances of “Rhinolophus affinis” or “R. affinis” in the text should be corrected into “Rhinolophus sinicus” or “R. sinicus.”

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.

Copyright © 2020 Han, Du, Su, Zhang, Zhu, Zhang, Wu and Jin. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.
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